Abstract
Introduction
Few microbes show versatility for degradation of various compounds while some microbes can degrade only one or two components. 40 -80 % of degradation of oil spills is managed by biodegradation process. Marine sediments, soil, estuaries, sea, etc. forms the various habitats for isolation of microbes having hydrocarbon degradation capability. Along with bacteria being the most significant agent for breakdown of hydrocarbons, few of the fungal species like Candida, Fusarium, Trichoderma, Aspergillus are also known to degrade hydrocarbons. ( Total degradation of aromatic hydrocarbons produces harmless end products like CO 2 and water. Earlier exposure of bacteria to hydrocarbons leads to increased degradation capacity along with the raised population of degrading bacteria at the site of contamination. Bacteria isolated from contaminated sites have greater chances to have plasmid which codes gene responsible for the degradation of hydrocarbon. Few well studies plasmids of Pseudomonas are TOL plasmid for toluene degradation, XYL for xylene degradation, CAM for camphor and SAL for salicylate.
Materials and methods
There are several methods are available for identification of microbes. Primary method includes study of colony morphology and gram staining. Both these method will give rough idea about the characteristic of microbes. Various Biochemical test as mentioned in the Bergey's manual and MIDI analysis can provide more information about the microbes but ribosomal small subunit sequencing is one of the most efficient and accurate method for identification of living organism. Since sequences of these subunit is highly conserved hence can be used widely for identification of microbes also.
As compare to the whole genome these region is very small and unique which makes it more potential for identification. However there are other conserved genes also but rarely used for identification. 
Results
As mentioned earlier ribosomal RNA gene sequencing was used for the identification of microbes. 16s ribosomal gene sequencing is one of the most reliable method for accurate identification of microbes. (Okoh 2006) The following nucleotide sequences were obtained which were further analyzed using bioinformatics tools. 
